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<170> FastSEQ for Windows Version 4.0 

<210> 1 

<211> 2977 

<212> DNA 

<213> Homo sapiens 

<220> 
<221> CDS 

<222> (130) . . . (2073) 
<400> 1 

ccgaatgtga ccgcctcccg ctccctcacc cgccgcgggg aggaggagcg ggcgagaagc 60 
tgccgccgaa cgacaggacg ttggggcggc ctggctccct caggtttaag aattgtttaa 12 0 
gctgcatca atg gag cac ata cag gga get tgg aag acg ate age aat ggt 171 
Met Glu His lie Gin Gly Ala Trp Lys Thr lie Ser Asn Gly 
15 10 

ttt gga ttc aaa gat gec gtg ttt gat ggc tec age tgc ate tct cct 219 
Phe Gly Phe Lys Asp Ala Val Phe Asp Gly Ser Ser Cys lie Ser Pro 
15 20 25 30 

aca ata gtt cag cag ttt ggc tat cag cgc egg gca tea gat gat ggc 2 67 
Thr lie Val Gin Gin Phe Gly Tyr Gin Arg Arg Ala Ser Asp Asp Gly 
35 40 45 



aaa etc aca gat cct tct aag aca age aac act ate cgt gtt ttc ttg 
Lys Leu Thr Asp Pro Ser Lys Thr Ser Asn Thr He Arg Val Phe Leu 
50 55 60 



315 



- 2 - 



ccg aac aag caa aga aca gtg gtc aat gtg cga aat gga atg age ttg 363 
Pro Asn Lys Gin Arg Thr Val Val Asn Val Arg Asn Gly Met Ser Leu 
65 70 75 

cat gac tgc ctt atg aaa gca etc aag gtg agg ggc ctg caa cca gag 411 
His Asp Cys Leu Met Lys Ala Leu Lys Val Arg Gly Leu Gin Pro Glu 
80 85 90 

tgc tgt gca gtg ttc aga ctt etc cac gaa cac aaa ggt aaa aaa gca 459 
Cys Cys Ala Val Phe Arg Leu Leu His Glu His Lys Gly Lys Lys Ala 
95 100 105 110 

cgc tta gat tgg aat act gat get gcg tct ttg att gga gaa gaa ctt 507 
Arg Leu Asp Trp Asn Thr Asp Ala Ala Ser Leu He Gly Glu Glu Leu 
115 120 125 

caa gta gat ttc ctg gat cat gtt ccc etc aca aca cac aac ttt get 555 
Gin Val Asp Phe Leu Asp His Val Pro Leu Thr Thr His Asn Phe Ala 
130 135 140 

egg aag acg ttc ctg aag ctt gec ttc tgt gac ate tgt cag aaa ttc 603 
Arg Lys Thr Phe Leu Lys Leu Ala Phe Cys Asp He Cys Gin Lys Phe 
145 150 155 

ctg etc aat gga ttt cga tgt cag act tgt ggc tac aaa ttt cat gag 651 
Leu Leu Asn Gly Phe Arg Cys Gin Thr Cys Gly Tyr Lys Phe His Glu 
160 165 170 

cac tgt age acc aaa gta cct act atg tgt gtg gac tgg agt aac ate 699 
His Cys Ser Thr Lys Val Pro Thr Met Cys Val Asp Trp Ser Asn He 
175 180 185 190 

aga caa etc tta ttg ttt cca aat tec act att ggt gat agt gga gtc 747 
Arg Gin Leu Leu Leu Phe Pro Asn Ser Thr He Gly Asp Ser Gly Val 
195 200 205 

cca gca eta cct tct ttg act atg cgt cgt atg cga gag tct gtt tec 795 
Pro Ala Leu Pro Ser Leu Thr Met Arg Arg Met Arg Glu Ser Val Ser 
210 215 220 

agg atg cct gtt agt tct cag cac aga tat tct aca cct cac gee ttc 843 
Arg Met Pro Val Ser Ser Gin His Arg Tyr Ser Thr Pro His Ala Phe 
225 230 235 

acc ttt aac acc tec agt ccc tea tct gaa ggt tec etc tec cag agg 891 
Thr Phe Asn Thr Ser Ser Pro Ser Ser Glu Gly Ser Leu Ser Gin Arg 
240 245 250 

cag agg teg aca tec aca cct aat gtc cac atg gtc age acc acg ctg 93 9 
Gin Arg Ser Thr Ser Thr Pro Asn Val His Met Val Ser Thr Thr Leu 
255 260 265 270 
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cct gtg gac age agg atg att gag gat gca att cga agt cac age gaa 987 
Pro Val Asp Ser Arg Met He Glu Asp Ala He Arg Ser His Ser Glu 
275 280 285 

tea gee tea cct tea gee ctg tec agt age ccc aac aat ctg age cca 1035 
Ser Ala Ser Pro Ser Ala Leu Ser Ser Ser Pro Asn Asn Leu Ser Pro 
290 295 300 

aca ggc tgg tea cag ccg aaa ace ccc gtg cca gca caa aga gag egg 1083 
Thr Gly Trp Ser Gin Pro Lys Thr Pro Val Pro Ala Gin Arg Glu Arg 
305 310 315 

gca cca gta tct ggg acc cag gag aaa aac aaa att agg cct cgt gga 1131 
Ala Pro Val Ser Gly Thr Gin Glu Lys Asn Lys He Arg Pro Arg Gly 
320 325 330 

cag aga gat tea age tat tat tgg gaa ata gaa gee agt gaa gtg atg 1179 
Gin Arg Asp Ser Ser Tyr Tyr Trp Glu He Glu Ala Ser Glu Val Met 
335 340 345 350 

ctg tec act egg att ggg tea ggc tct ttt gga act gtt tat aag ggt 1227 
Leu Ser Thr Arg He Gly Ser Gly Ser Phe Gly Thr Val Tyr Lys Gly 
355 360 365 

aaa tgg cac gga gat gtt gca gta aag ate eta aag gtt gtc gac cca 1275 
Lys Trp His Gly Asp Val Ala Val Lys He Leu Lys Val Val Asp Pro 
370 375 380 

acc cca gag caa ttc cag gec ttc agg aat gag gtg get gtt ctg cgc 1323 
Thr Pro Glu Gin Phe Gin Ala Phe Arg Asn Glu Val Ala Val Leu Arg 
385 390 395 

aaa aca egg cat gtg aac att ctg ctt ttc atg ggg tac atg aca aag 1371 
Lys Thr Arg His Val Asn He Leu Leu Phe Met Gly Tyr Met Thr Lys 
400 405 410 

gac aac ctg gca att gtg acc cag tgg tgc gag ggc age age etc tac 1419 
Asp Asn Leu Ala He Val Thr Gin Trp Cys Glu Gly Ser Ser Leu Tyr 
415 420 425 430 

aaa cac ctg cat gtc cag gag acc aag ttt cag atg ttc cag eta att 1467 
Lys His Leu His Val Gin Glu Thr Lys Phe Gin Met Phe Gin Leu He 
435 440 445 

gac att gec egg cag acg get cag gga atg gac tat ttg cat gca aag 1515 
Asp He Ala Arg Gin Thr Ala Gin Gly Met Asp Tyr Leu His Ala Lys 
450 455 460 

aac ate ate cat aga gac atg aaa tec aac aat ata ttt etc cat gaa 1563 
Asn He He His Arg Asp Met Lys Ser Asn Asn He Phe Leu His Glu 
465 470 475 

ggc tta aca gtg aaa att gga gat ttt ggt ttg gca aca gta aag tea 1611 
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Gly Leu Thr Val Lys lie Gly Asp Phe Gly Leu Ala Thr Val Lys Ser 
480 485 490 

cgc tgg agt ggt tct cag cag gtt gaa caa cct act ggc tct gtc etc 1659 
Arg Trp Ser Gly Ser Gin Gin Val Glu Gin Pro Thr Gly Ser Val Leu 
495 500 505 510 

tgg atg gec cca gag gtg ate cga atg cag gat aac aac cca ttc agt 1707 
Trp Met Ala Pro Glu Val lie Arg Met Gin Asp Asn Asn Pro Phe Ser 
515 520 525 

ttc cag teg gat gtc tac tec tat ggc ate gta ttg tat gaa ctg atg 1755 
Phe Gin Ser Asp Val Tyr Ser Tyr Gly lie Val Leu Tyr Glu Leu Met 
530 535 540 

acg ggg gag ctt cct tat tct cac ate aac aac cga gat cag ate ate 1803 
Thr Gly Glu Leu Pro Tyr Ser His lie Asn Asn Arg Asp Gin lie lie 
545 550 555 

ttc atg gtg ggc cga gga tat gee tec cca gat ctt agt aag eta tat 1851 
Phe Met Val Gly Arg Gly Tyr Ala Ser Pro Asp Leu Ser Lys Leu Tyr 
560 565 570 

aag aac tgc ccc aaa gca atg aag agg ctg gta get gac tgt gtg aag 1899 
Lys Asn Cys Pro Lys Ala Met Lys Arg Leu Val Ala Asp Cys Val Lys 
575 580 585 590 

aaa gta aag gaa gag agg cct ctt ttt ccc cag ate ctg tct tec att 1947 
Lys Val Lys Glu Glu Arg Pro Leu Phe Pro Gin lie Leu Ser Ser lie 
595 600 605 

gag ctg etc caa cac tct eta ccg aag ate aac egg age get tec gag 1995 
Glu Leu Leu Gin His Ser Leu Pro Lys lie Asn Arg Ser Ala Ser Glu 
610 615 620 

cca tec ttg cat egg gca gee cac act gag gat ate aat get tgc acg 2043 
Pro Ser Leu His Arg Ala Ala His Thr Glu Asp lie Asn Ala Cys Thr 
625 630 635 

ctg ace acg tec ccg agg ctg cct gtc ttc tagttgactt tgcacctgtc 2093 
Leu Thr Thr Ser Pro Arg Leu Pro Val Phe 
640 645 



ttcaggctgc caggggagga ggagaageca gcaggcacca ettttctget ccctttctcc 2153 
agaggcagaa cacatgtttt cagagaagct ctgctaagga ccttctagac tgctcacagg 2213 
gecttaaett catgttgcct tcttttctat ccctttgggc cctgggagaa ggaagecatt 2273 
tgcagtgctg gtgtgtcctg ctccctcccc acattcccca tgetcaagge ccagccttct 2333 
gtagatgege aagtggatgt tgatggtagt acaaaaagca ggggcccagc cccagctgtt 23 93 
ggctacatga gtatttagag gaagtaaggt agcaggcagt ccagccctga tgtggagaca 2453 
catgggattt tggaaatcag cttctggagg aatgcatgtc acaggeggga ctttcttcag 2513 
agagtggtgc agcgccagac attttgeaca taaggcacca aacagcccag gaetgecgag 2573 
actctggccg cccgaaggag ectgetttgg tactatggaa cttttcttag gggacacgtc 2633 
ctcctttcac agcttctaag gtgtccagtg cattgggatg gttttccagg caaggcactc 2693 
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ggccaatccg catctcagcc ctctcaggag cagtcttcca tcatgctgaa ttttgtcttc 2753 

caggagctgc ccctatgggg cgggccgcag ggccagcctg tttctctaac aaacaaacaa 2813 

acaaacagcc ttgtttctct agtcacatca tgtgtataca aggaagccag gaatacaggt 2873 

tttcttgatg atttgggttt taattttgtt tttattgcac ctgacaaaat acagttatct 2933 

gatggtccct caattatgtt attttaataa aataaattaa attt 2977 

<210> 2 
<211> 648 
<212> PRT 

<213> Homo sapiens 
<400> 2 

Met Glu His lie Gin Gly Ala Trp Lys Thr lie Ser Asn Gly Phe Gly 

15 10 15 

Phe Lys Asp Ala Val Phe Asp Gly Ser Ser Cys lie Ser Pro Thr lie 

20 25 30 

Val Gin Gin Phe Gly Tyr Gin Arg Arg Ala Ser Asp Asp Gly Lys Leu 

35 40 45 

Thr Asp Pro Ser Lys Thr Ser Asn Thr lie Arg Val Phe Leu Pro Asn 

50 55 60 

Lys Gin Arg Thr Val Val Asn Val Arg Asn Gly Met Ser Leu His Asp 
65 70 75 80 

Cys Leu Met Lys Ala Leu Lys Val Arg Gly Leu Gin Pro Glu Cys Cys 

85 90 95 

Ala Val Phe Arg Leu Leu His Glu His Lys Gly Lys Lys Ala Arg Leu 

100 105 110 

Asp Trp Asn Thr Asp Ala Ala Ser Leu lie Gly Glu Glu Leu Gin Val 

115 120 125 

Asp Phe Leu Asp His Val Pro Leu Thr Thr His Asn Phe Ala Arg Lys 

130 135 140 

Thr Phe Leu Lys Leu Ala Phe Cys Asp lie Cys Gin Lys Phe Leu Leu 
145 150 155 160 

Asn Gly Phe Arg Cys Gin Thr Cys Gly Tyr Lys Phe His Glu His Cys 

165 170 175 

Ser Thr Lys Val Pro Thr Met Cys Val Asp Trp Ser Asn lie Arg Gin 

180 185 190 

Leu Leu Leu Phe Pro Asn Ser Thr lie Gly Asp Ser Gly Val Pro Ala 

195 200 205 

Leu Pro Ser Leu Thr Met Arg Arg Met Arg Glu Ser Val Ser Arg Met 

210 215 220 

Pro Val Ser Ser Gin His Arg Tyr Ser Thr Pro His Ala Phe Thr Phe 
225 230 235 240 

Asn Thr Ser Ser Pro Ser Ser Glu Gly Ser Leu Ser Gin Arg Gin Arg 

245 250 255 

Ser Thr Ser Thr Pro Asn Val His Met Val Ser Thr Thr Leu Pro Val 

260 265 270 

Asp Ser Arg Met lie Glu Asp Ala He Arg Ser His Ser Glu Ser Ala 

275 280 285 

Ser Pro Ser Ala Leu Ser Ser Ser Pro Asn Asn Leu Ser Pro Thr Gly 

290 295 300 

Trp Ser Gin Pro Lys Thr Pro Val Pro Ala Gin Arg Glu Arg Ala Pro 
305 310 315 320 

Val Ser Gly Thr Gin Glu Lys Asn Lys He Arg Pro Arg Gly Gin Arg 
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325 330 






335 




Asp 


Ser 


Ser Tyr 


Tyr Trp Glu He Glu Ala Ser Glu 


Val 


Met 


Leu 


Ser 






340 


345 




350 






Thr 


Arg He Gly Ser Gly Ser Phe Gly Thr Val Tyr Lys 


Gly Lys 


Trp 






355 


360 


365 








His 


Gly Asp Val Ala Val Lys He Leu Lys Val Val 


Asp 


Pro 


Thr 


Pro 




370 




375 380 










Glu 


Gin 


Phe Gin 


Ala Phe Arg Asn Glu Val Ala Val 


Leu 


Arg 


Lys 


Thr 


385 






390 395 








400 


Arg His 


Val Asn 


He Leu Leu Phe Met Gly Tyr Met 


Thr 


Lys 


Asp 


Asn 








405 410 






415 




Leu 


Ala 


He Val 


Thr Gin Trp Cys Glu Gly Ser Ser Leu 


Tyr 


Lys 


His 






420 


425 




430 






Leu 


His 


Val Gin 


Glu Thr Lys Phe Gin Met Phe Gin 


Leu 


He 


Asp 


He 






435 


440 


445 








Ala 


Arg 


Gin Thr 


Ala Gin Gly Met Asp Tyr Leu His 


Ala 


Lys 


Asn 


He 




450 




455 460 










He 


His 


Arg Asp 


Met Lys Ser Asn Asn He Phe Leu 


His 


Glu Gly Leu 


465 






470 475 








480 


Thr 


Val 


Lys He 


Gly Asp Phe Gly Leu Ala Thr Val 


Lys 


Ser 


Arg 


Trp 








485 490 






495 




Ser Gly Ser Gin Gin Val Glu Gin Pro Thr Gly Ser Val 


Leu Trp 


Met 






500 


505 




510 






Ala 


Pro 


Glu Val 


He Arg Met Gin Asp Asn Asn Pro 


Phe 


Ser 


Phe 


Gin 






515 


520 


525 








Ser 


Asp 


Val Tyr 


Ser Tyr Gly He Val Leu Tyr Glu 


Leu 


Met 


Thr Gly 




530 




535 540 










Glu 


Leu 


Pro Tyr 


Ser His He Asn Asn Arg Asp Gin 


He 


He 


Phe 


Met 


545 






550 555 








560 


Val 


Gly Arg Gly Tyr Ala Ser Pro Asp Leu Ser Lys 


Leu 


Tyr 


Lys 


Asn 








565 570 






575 




Cys 


Pro 


Lys Ala 


Met Lys Arg Leu Val Ala Asp Cys Val 


Lys 


Lys 


Val 






580 


585 




590 






Lys 


Glu 


Glu Arg 


Pro Leu Phe Pro Gin He Leu Ser 


Ser 


He 


Glu 


Leu 






595 


600 


605 








Leu 


Gin 


His Ser 


Leu Pro Lys He Asn Arg Ser Ala 


Ser 


Glu 


Pro 


Ser 




610 




615 620 










Leu 


His 


Arg Ala Ala His Thr Glu Asp He Asn Ala 


Cys 


Thr 


Leu 


Thr 


625 






630 635 








640 


Thr 


Ser 


Pro Arg 


Leu Pro Val Phe 











645 



<210> 3 
<211> 570 
<212> DNA 

<213> Homo sapiens 

<220> 

<221> CDS 

<222> (1) . . . (567) 



<400> 3 
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atg acg gaa tat aag ctg gtg gtg gtg ggc gcc ggc ggt gtg ggc aag 48 
Met Thr Glu Tyr Lys Leu Val Val Val Gly Ala Gly Gly Val Gly Lys 
15 10 15 

agt gcg ctg acc ate cag ctg ate cag aac cat ttt gtg gac gaa tac 96 
Ser Ala Leu Thr lie Gin Leu lie Gin Asn His Phe Val Asp Glu Tyr 
20 25 30 

gac ccc act ata gag gat tec tac egg aag cag gtg gtc att gat ggg 144 
Asp Pro Thr lie Glu Asp Ser Tyr Arg Lys Gin Val Val lie Asp Gly 
35 40 45 

gag acg tgc ctg ttg gac ate ctg gat acc gcc ggc cag gag gag tac 192 
Glu Thr Cys Leu Leu Asp lie Leu Asp Thr Ala Gly Gin Glu Glu Tyr 
50 55 60 

age gcc atg egg gac cag tac atg cgc acc ggg gag ggc ttc ctg tgt 240 
Ser Ala Met Arg Asp Gin Tyr Met Arg Thr Gly Glu Gly Phe Leu Cys 
65 70 75 80 

gtg ttt gcc ate aac aac acc aag tct ttt gag gac ate cac cag tac 288 
Val Phe Ala lie Asn Asn Thr Lys Ser Phe Glu Asp lie His Gin Tyr 
85 90 95 

agg gag cag ate aaa egg gtg aag gac teg gat gac gtg ccc atg gtg 336 
Arg Glu Gin lie Lys Arg Val Lys Asp Ser Asp Asp Val Pro Met Val 
100 105 110 

ctg gtg ggg aac aag tgt gac ctg get gca cgc act gtg gaa tct egg 3 84 
Leu Val Gly Asn Lys Cys Asp Leu Ala Ala Arg Thr Val Glu Ser Arg 
115 120 125 

cag get cag gac etc gcc cga age tac ggc ate ccc tac ate gag acc 432 
Gin Ala Gin Asp Leu Ala Arg Ser Tyr Gly lie Pro Tyr lie Glu Thr 
130 135 140 

teg gcc aag acc egg cag gga gtg gag gat gcc ttc tac acg ttg gtg 4 80 
Ser Ala Lys Thr Arg Gin Gly Val Glu Asp Ala Phe Tyr Thr Leu Val 
145 150 155 160 

cgt gag ate egg cag cac aag ctg egg aag ctg aac cct cct gat gag 528 
Arg Glu lie Arg Gin His Lys Leu Arg Lys Leu Asn Pro Pro Asp Glu 
165 170 175 

a 9t 99^ ccc ggc tgc atg age tgc aag tgt gtg etc tec tga 570 
Ser Gly Pro Gly Cys Met Ser Cys Lys Cys Val Leu Ser 
180 185 



<210> 4 

<211> 189 

<212> PRT 

<213> Homo sapiens 
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<400> 4 



Met 


Thr 


Glu 


Tyr 


Lys 


Leu Val Val Val 


Gly 


Ala 


Gly 


Gly 


Val 


Gly 


Lys 


1 








5 




10 










15 




Ser 


Ala 


Leu 


Thr 


He 


Gin Leu He Gin 


Asn 


His 


Phe 


Val 


Asp 


Glu 


Tyr 








20 




25 










30 






Asp 


Pro 


Thr 


He 


Glu 


Asp Ser Tyr Arg 


Lys 


Gin 


Val 


Val 


He 


Asp 


Gly 






35 






40 








45 








Glu 


Thr 


Cys 


Leu 


Leu 


Asp He Leu Asp 


Thr 


Ala 


Gly 


Gin 


Glu 


Glu 


Tyr 




50 








55 






60 










Ser 


Ala 


Met 


Arg 


Asp 


Gin Tyr Met Arg 


Thr 


Gly 


Glu 


Gly 


Phe 


Leu 


Cys 


65 










70 




75 










80 


Val 


Phe 


Ala 


He 


Asn 


Asn Thr Lys Ser 


Phe 


Glu 


Asp 


He 


His 


Gin 


Tyr 










85 




90 










95 




Arg 


Glu 


Gin 


He 


Lys 


Arg Val Lys Asp 


Ser 


Asp 


Asp 


Val 


Pro 


Met 


Val 








100 




105 










110 






Leu 


Val 


Gly 


Asn 


Lys 


Cys Asp Leu Ala 


Ala 


Arg 


Thr 


Val 


Glu 


Ser 


Arg 






115 






120 








125 








Gin 


Ala 


Gin 


Asp 


Leu 


Ala Arg Ser Tyr 


Gly 


He 


Pro 


Tyr 


He 


Glu 


Thr 




130 








135 






140 










Ser 


Ala 


Lys 


Thr 


Arg 


Gin Gly Val Glu 


Asp 


Ala 


Phe 


Tyr 


Thr 


Leu 


Val 


145 










150 




155 










160 


Arg 


Glu 


He 


Arg 


Gin 


His Lys Leu Arg 


Lys 


Leu 


Asn 


Pro 


Pro 


Asp 


Glu 










165 




170 










175 




Ser Gly 


Pro 


Gly 


Cys 


Met Ser Cys Lys 


Cys 


Val 


Leu 


Ser 














180 




185 

















<210> 5 

<211> 6453 

<212> DNA 

<213> Homo sapiens 
<220> 

<221> prim_transcript 

<222> (1664) . . . (3744) 

<221> intron 

<222> (1775) . . . (2041) 

<221> intron 

<222> (2534) . . . (3230) 

<400> 5 

ggatcccagc ctttccccag cccgtagccc 
gccggcgcag ggagggcctc tggtgcaccg 
tgttcccggg agagcccggg gccctgctcg 
ctccctggcc ttcctcgagc aaccccgagc 
cgagaggccg cggccctact ggctccgcct 
cgcggctcct gacagacggg ccgctcagcc 
cagccaatgg taggccgcgc ctggcagacg 
cgcccgagtc tccgccgccc gtgccctgcg 
ggagcccatg cgcggggcga accgcgcgcc 



cgggacctcc gcggtgggcg gcgccgcgct 60 
gcaccgctga gtcgggttct ctcgccggcc 120 
gagatgccgc cccgggcccc cagacaccgg 180 
tcggctccgg tctccagcca agcccaaccc 240 
cccgcgttgc tcccggaagc cccgcccgac 300 
aaccggggtg gggcggggcc cgatggcgcg 360 
gacgggcgcg gggcggggcg tgcgcaggcc 420 
cccgcaaccc gagccgcacc cgccgcggac 4 80 
cccgcccccg ccccgccccg gcctcggccc 540 
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cggccctggc cccgggggca gtcgcgcctg 
ggccgcgcgc cctcctcgcc cccaggcggc 
ggggccggcg ggcgtaagcg gcggcggcgg 
cgggcacagg tgagcgggcg tcgggggctg 
cctgcgggaa tccgggcccc acccgtggcc 
acccgggagc ctcgggcccg gcgccctcac 
ggccacggca cgcccgggca cccccgattc 
cctcagcccc agtgcctttt ccctctccgg 
gtcgctcagt ccctgcttcc caggagctcc 
gatgcccccg gttccccgcc gggggtgcgg 
ggcgcctagt acgcagtagg cgctcagcaa 
cctgcaggct ggcactagcc tgcccgggca 
tgttctggag gacggtaacc tcagccctcg 
agcagcttct aatttgggtg cgtggttgag 
gctgggtccc ttttcccatc actgggtcat 
tcccgcacgc tgggttgcag ctgcacaggt 
tggggcccag ggaccgctgt gggtttgccc 
ggggcctggg gctgggcctg ggcctggctg 
agaccctgta ggaggacccc gggccgcagg 
ggtggtggtg ggcgccggcg gtgtgggcaa 
ccattttgtg gacgaatacg accccactat 
ccagcagctg ctgcgggcga gcccaggaca 
gtcccctgca tggtgctgtg gccctgtctc 
tctcagcacc ccaggagagg agggggcatg 
gctgtgtgaa ctccccccac ggaaggtcct 
ggattcctac cggaagcagg tggtcattga 
taccgccggc caggaggagt acagcgccat 
cttcctgtgt gtgtttgcca tcaacaacac 
gtgaaccccg tgaggctggc ccgggagccc 
gtccaggcag gggcctcctg tcctctctgc 
ccccgtagcc agctctcgct ttccacctct 
ggatgacgtg cccatggtgc tggtggggaa 
atctcggcag gctcaggacc tcgcccgaag 
caagacccgg caggtgaggc agctctccac 
cgccccagcc agggagcagc actcactgac 
gctctagctc cagctccggg accctctggg 
cctcgcactg taggtctccc gggacggcag 
ggctcacgcc ctgcagtcct gggccgacac 
gagctgccct gagccaggcc ggagcggtga 
gtgtcccacg ggcacctgtt ggttctgagt 
agctgagtcg agagctgggt gcagggtggt 
ggccccgggc caccctgacc tttgaggggc 
acttcgagat ggccagagtc cagcttcccg 
tggagtcggg agcttcgggc caggcaaggc 
ggcaggcggc cacaggccgg tccctcctga 
atgccttcta cacgttggtg cgtgagatcc 
ctgatgagag tggccccggc tgcatgagct 
ggggactccc agggcggccg ccacgcccac 
tctcctggcc tgcggtcagc agcctccctt 
gaggtgccgg atgcaggaag gaggtgcaga 
aggaaggaag gaagggctgc tggagcccag 
cagaccctcc cagggaggct gtgcacagac 
cccagccctt agctcccctc ccaggcctct 



tgaacggtga gtgcgggcag ggatcggccg 600 
agcaatacgc gcggcgcggg ccgggggcgc 660 
cggcgggtgg gtggggccgg gcggggcccg 720 
cggcgggcgg gggccccttc ctccctgggg 780 
tcgcgctggg cacggtcccc acgccggcgt 840 
acccgggggc gtctgggagg aggcggccgc 900 
agcatcacag gtcgcggacc aggccggggg 960 
gtctcccgcg ccgcttctcg gccccttcct 1020 
tctgtcttct ccagctttct gtggctgaaa 1080 
ggcgctgccc gggtctgccc tcccctcggc 1140 
atacttgtcg gaggcaccag cgccgcgggg 1200 
cgccgtggcg cgctccgccg tggccagacc 1260 
ggcgcctccc tttagccttt ctgccgaccc 1320 
agcgctcagc tgtcagccct gcctttgagg 1380 
taagagcaag tgggggcgag gcgacagccc 1440 
aggcacgctg cagtccttgc tgcctggcgt 1500 
ttcagatggc cctgccagca gctgccctgt 1560 
agcagggccc tccttggcag gtggggcagg 1620 
cccctgagga gcgatgacgg aatataagct 1680 
gagtgcgctg accatccagc tgatccagaa 1740 
agaggtgagc ctagcgccgc cgtccaggtg 1800 
cagccaggat agggctggct gcagcccctg 1860 
ctgcttcctc tagaggaggg gagtccctcg 1920 
aggggcatga gaggtaccag ggagaggctg 1980 
gagggggtcc ctgagccctg tcctcctgca 2040 
tggggagacg tgcctgttgg acatcctgga 2100 
gcgggaccag tacatgcgca ccggggaggg 2160 
caagtctttt gaggacatcc accagtacag 2220 
acgccgcaca ggtggggcca ggccggctgc 22 80 
gcatgtcctg gatgccgctg cgcctgcagc 2340 
cagggagcag atcaaacggg tgaaggactc 2400 
caagtgtgac ctggctgcac gcactgtgga 2460 
ctacggcatc ccctacatcg agacctcggc 2520 
cccacagcta gccagggacc cgccccgccc 2580 
cctctccctt gacacagggc agccgctctg 2 640 
accccccggg acccatgtga cccagcggcc 2700 
ggcagtgagg gaggcgaggg ccggggtctg 2 760 
agctccgggg aaggcggagg tccttgggga 2 820 
ccctggggcc cggcccctct tgtccccaga 2 880 
cttagtgggg ctactgggga cacgggccgt 2 940 
caaaccctgg ccagacctgg agttcaggag 3 000 
tgctgtagca tgatgcgggt ggccctgggc 3 060 
tgtgtgtggt gggcctgggg aagtggctgg 3120 
ttgatcccac agcagggagc ccctcaccca 3180 
tcccatccct cctttcccag ggagtggagg 3240 
ggcagcacaa gctgcggaag ctgaaccctc 3300 
gcaagtgtgt gctctcctga cgcaggtgag 3360 
cggatgaccc cggctccccg cccctgccgg 342 0 
gtgccccgcc cagcacaagc tcaggacatg 3480 
cggaaggagg aggaaggaag gacggaagca 3540 
tcaccccggg accgtgggcc gaggtgactg 3600 
tgtcttgaac atcccaaatg ccaccggaac 3660 
gtgggccctt gtcgggcaca gatgggatca 3 720 
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cagtaaatta ttggatggtc ttgatcttgg ttttcggctg agggtgggac acggtgcgcg 3780 
tgtggcctgg catgaggtat gtcggaacct caggcctgtc cagccctggg ctctccatag 3 840 
cctttgggag ggggaggttg ggagaggccg gtcaggggtc tgggctgtgg tgctctctcc 3900 
tcccgcctgc cccagtgtcc acggcttctg gcagagagct ctggacaagc aggcagatca 3 960 
taaggacaga gagcttactg tgcttctacc aactaggagg gcgtcctggt cctccagagg 4020 
gaggtggttt caggggttgg ggatctgtgc cggtggctct ggtctctgct gggagccttc 4080 
ttggcggtga gaggcatcac ctttcctgac ttgctcccag cgtgaaatgc acctgccaag 4140 
aatggcagac atagggaccc cgcctcctgg gccttcacat gcccagtttt cttcggctct 4200 
gtggcctgaa gcggtctgtg gaccttggaa gtagggctcc agcaccgact ggcctcaggc 4260 
ctctgcctca ttggtggtcg ggtagcggcc agtagggcgt gggagcctgg ccatccctgc 4320 
ctcctggagt ggacgaggtt ggcagctggt ccgtctgctc ctgccccact ctcccccgcc 4380 
cctgccctca ccctaccctt gccccacgcc tgcctcatgg ctggttgctc ttggagcctg 4440 
gtagtgtcac tggctcagcc ttgctgggta tacacaggct ctgccaccca ctctgctcca 4500 
aggggcttgc cctgccttgg gccaagttct aggtctggcc acagccacag acagctcagt 4560 
cccctgtgtg gtcatcctgg cttctgctgg gggcccacag cgcccctggt gcccctcccc 4620 
tcccagggcc cgggttgagg ctgggccagg ccctctggga cggggacttg tgccctgtca 4680 
gggttcccta tccctgaggt tgggggagag ctagcagggc atgccgctgg ctggccaggg 4740 
ctgcagggac actccccctt ttgtccaggg aataccacac tcgcccttct ctccagcgaa 4800 
caccacactc gcccttctct ccaggggacg ccacactccc ccttctgtcc aggggacgcc 4 860 
acactccccc ttctctccag gggacgccac actcgccctt ctctccaggg gacgccacac 4920 
tcgcccttct ctccagggga cgccacactc gcccttctgt ccaggggacg ccacactcgc 4980 
ccttctctcc aggggacgcc acactcgccc ttctctccag gggacgccac actccccctt 5040 
ctgtccaggg gacgccacac tcccccttct ctccagggga cgccacactc ccccttctct 5100 
ccaggggacg ccacactcgc ccttctctcc aggggacgcc acactccccc ttctgtccag 5160 
gggacgccac actcgccctt ctctccaggg gacgccacac tcgcccttct ctccagggga 5220 
cgccacactc ccccttctct ccaggggacg ccacactccc ccttctctcc aggggacgcc 5280 
acactccccc ttctgtccag gggacgccac actcgccctt ctctccaggg gacgccacac 5340 
tcccccttct ctccagggga cgccacactc ccccttctct ccaggggacg ccacactccc 5400 
ccttctgtcc aggggacgcc acactcgccc ttctctccag gggacgccac actcgccctt 5460 
ctctccaggg gacgccacac tcgcccttct ctccagggga cgccacactt gcccttctgt 5520 
ccagggaatg ccacactccc ccttctcccc agcagcctcc gagtgaccag cttccccatc 5580 
gatagacttc ccgaggccag gagccctcta gggctgccgg gtgccaccct ggctccttcc 5640 
acaccgtgct ggtcactgcc tgctgggggc gtcagatgca ggtgaccctg tgcaggaggt 5700 
atctctggac ctgcctcttg gtcattacgg ggctgggcag ggcctggtat cagggccccg 5760 
ctggggttgc' agggctgggc ctgtgctgtg gtcctggggt gtccaggaca gacgtggagg 5820 
ggtcagggcc cagcacccct gctccatgct gaactgtggg aagcatccag gtccctgggt 5880 
ggcttcaaca ggagttccag cacgggaacc actggacaac ctggggtgtg tcctgatctg 5940 
gggacaggcc agccacaccc cgagtcctag ggactccaga gagcagccca ctgccctggg 6000 
ctccacggaa gccccctcat gccgctaggc cttggcctcg gggacagccc agctaggcca 6060 
gtgtgtggca ggaccaggcc cccatgtggg agctgacccc ttgggattct ggagctgtgc 612 0 
tgatgggcag gggagagcca gctcctcccc ttgagggagg gtcttgatgc ctggggttac 6180 
ccgcagaggc ctgggtgccg ggacgctccc cggtttggct gaaaggaaag cagatgtggt 6240 
cagcttctcc actgagccca tctggtcttc ccggggctgg gccccataga tctgggtccc 6300 
tgtgtggccc ccctggtctg atgccgagga tacccctgca aactgccaat cccagaggac 6360 
aagactggga agtccctgca gggagagccc atccccgcac cctgacccac aagagggact 6420 
cctgctgccc accaggcatc cctccaggga tec 6453 



<210> 6 

<211> 2004 

<212> DNA 

<213> Artificial Sequence 
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<220> 

<223> Description of Artificial Sequence: fusion protein 

<221> CDS 

<222> (1) . . . (2004) 

<400> 6 

atg gag cac ata cag gga get tgg aag acg ate age aat ggt ttt gga 48 

Met Glu His lie Gin Gly Ala Trp Lys Thr He Ser Asn Gly Phe Gly 
15 10 15 

ttc aaa gat gec gtg ttt gat ggc tec age tgc ate tct cct aca ata 96 
Phe Lys Asp Ala Val Phe Asp Gly Ser Ser Cys He Ser Pro Thr He 
20 25 30 

gtt cag cag ttt ggc tat cag cgc egg gca tea gat gat ggc aaa etc 144 
Val Gin Gin Phe Gly Tyr Gin Arg Arg Ala Ser Asp Asp Gly Lys Leu 
35 40 45 

aca gat cct tct aag aca age aac act ate cgt gtt ttc ttg ccg aac 192 
Thr Asp Pro Ser Lys Thr Ser Asn Thr He Arg Val Phe Leu Pro Asn 
50 55 60 

aag caa aga aca gtg gtc aat gtg cga aat gga atg age ttg cat gac 240 
Lys Gin Arg Thr Val Val Asn Val Arg Asn Gly Met Ser Leu His Asp 
65 70 75 80 

tgc ctt atg aaa gca etc aag gtg agg ggc ctg caa cca gag tgc tgt 2 88 
Cys Leu Met Lys Ala Leu Lys Val Arg Gly Leu Gin Pro Glu Cys Cys 
85 90 95 

gca gtg ttc aga ctt etc cac gaa cac aaa ggt aaa aaa gca cgc tta 336 
Ala Val Phe Arg Leu Leu His Glu His Lys Gly Lys Lys Ala Arg Leu 
100 105 110 

gat tgg aat act gat get gcg tct ttg att gga gaa gaa ctt caa gta 3 84 
Asp Trp Asn Thr Asp Ala Ala Ser Leu He Gly Glu Glu Leu Gin Val 
115 120 125 

gat ttc ctg gat cat gtt ccc etc aca aca cac aac ttt get egg aag 432 
Asp Phe Leu Asp His Val Pro Leu Thr Thr His Asn Phe Ala Arg Lys 
130 135 140 

acg ttc ctg aag ctt gee ttc tgt gac ate tgt cag aaa ttc ctg etc 480 
Thr Phe Leu Lys Leu Ala Phe Cys Asp He Cys Gin Lys Phe Leu Leu 
145 150 155 160 

aat gga ttt cga tgt cag act tgt ggc tac aaa ttt cat gag cac tgt 528 
Asn Gly Phe Arg Cys Gin Thr Cys Gly Tyr Lys Phe His Glu His Cys 
165 170 175 

age acc aaa gta cct act atg tgt gtg gac tgg agt aac ate aga caa 576 
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Ser Thr Lys Val 
180 

etc tta ttg ttt 
Leu Leu Leu Phe 
195 

eta cct tct ttg 
Leu Pro Ser Leu 
210 

cct gtt agt tct 
Pro Val Ser Ser 
225 

aac acc tec agt 
Asn Thr Ser Ser 



teg aca tec aca 
Ser Thr Ser Thr 
260 

gac age agg atg 
Asp Ser Arg Met 
275 

tea cct tea gee 
Ser Pro Ser Ala 
290 

tgg tea cag ccg 
Trp Ser Gin Pro 
305 

gta tct ggg acc 
Val Ser Gly Thr 



gat tea age tat 
Asp Ser Ser Tyr 
340 

act egg att ggg 
Thr Arg lie Gly 
355 

cac gga gat gtt 
His Gly Asp Val 
370 

gag caa ttc cag 
Glu Gin Phe Gin 



Pro Thr Met 



cca aat tec 
Pro Asn Ser 



act atg cgt 
Thr Met Arg 
215 

cag cac aga 
Gin His Arg 
230 

ccc tea tct 
Pro Ser Ser 
245 

cct aat gtc 
Pro Asn Val 



att gag gat 
lie Glu Asp 



ctg tec agt 
Leu Ser Ser 
295 

aaa acc ccc 
Lys Thr Pro 
310 

cag gag aaa 
Gin Glu Lys 
325 

tat tgg gaa 
Tyr Trp Glu 



tea ggc tct 
Ser Gly Ser 



gca gta aag 
Ala Val Lys 
375 

gee ttc agg 
Ala Phe Arg 



Cys Val Asp Trp 
185 

act att ggt gat 
Thr lie Gly Asp 
200 

cgt atg cga gag 
Arg Met Arg Glu 



tat tct aca cct 
Tyr Ser Thr Pro 
235 

gaa ggt tec etc 
Glu Gly Ser Leu 
250 

cac atg gtc age 
His Met Val Ser 
265 

gca att cga agt 
Ala lie Arg Ser 
280 

age ccc aac aat 
Ser Pro Asn Asn 



gtg cca gca caa 
Val Pro Ala Gin 
315 

aac aaa att agg 
Asn Lys lie Arg 
330 

ata gaa gee agt 
He Glu Ala Ser 
345 

ttt gga act gtt 
Phe Gly Thr Val 
360 

ate eta aag gtt 
He Leu Lys Val 



aat gag gtg get 
Asn Glu Val Ala 



Ser Asn He 
190 

agt gga gtc 
Ser Gly Val 
205 

tct gtt tec 
Ser Val Ser 
220 

cac gec ttc 
His Ala Phe 



tec cag agg 
Ser Gin Arg 



acc acg ctg 
Thr Thr Leu 
270 

cac age gaa 
His Ser Glu 
285 

ctg age cca 
Leu Ser Pro 
300 

aga gag egg 
Arg Glu Arg 



cct cgt gga 
Pro Arg Gly 



gaa gtg atg 
Glu Val Met 
350 

tat aag ggt 
Tyr Lys Gly 
365 

gtc gac cca 
Val Asp Pro 
380 

gtt ctg cgc 
Val Leu Arg 



Arg Gin 



cca gca 624 
Pro Ala 



agg atg 672 
Arg Met 



acc ttt 720 
Thr Phe 
240 

cag agg 768 

Gin Arg 

255 

cct gtg 816 
Pro Val 



tea gee 864 
Ser Ala 



aca ggc 912 
Thr Gly 



gca cca 960 
Ala Pro 
320 

cag aga 1008 

Gin Arg 

335 

ctg tec 1056 
Leu Ser 



aaa tgg 1104 
Lys Trp 



acc cca 1152 
Thr Pro 



aaa aca 1200 
Lys Thr 
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385 390 395 400 

egg cat gtg aac att ctg ctt ttc atg ggg tac atg aca aag gac aac 1248 
Arg His Val Asn lie Leu Leu Phe Met Gly Tyr Met Thr Lys Asp Asn 
405 410 415 

ctg gca att gtg acc cag tgg tgc gag ggc age age etc tac aaa cac 12 96 
Leu Ala lie Val Thr Gin Trp Cys Glu Gly Ser Ser Leu Tyr Lys His 
420 425 430 

ctg cat gtc cag gag acc aag ttt cag atg ttc cag eta att gac att 1344 
Leu His Val Gin Glu Thr Lys Phe Gin Met Phe Gin Leu lie Asp lie 
435 440 445 

gec egg cag acg get cag gga atg gac tat ttg cat gca aag aac ate 1392 
Ala Arg Gin Thr Ala Gin Gly Met Asp Tyr Leu His Ala Lys Asn lie 
450 455 460 

ate cat aga gac atg aaa tec aac aat ata ttt etc cat gaa ggc tta 1440 
lie His Arg Asp Met Lys Ser Asn Asn lie Phe Leu His Glu Gly Leu 
465 470 475 480 

aca gtg aaa att gga gat ttt ggt ttg gca aca gta aag tea cgc tgg 1488 
Thr Val Lys He Gly Asp Phe Gly Leu Ala Thr Val Lys Ser Arg Trp 
485 490 495 

a 9t ggt tct cag cag gtt gaa caa cct act ggc tct gtc etc tgg atg 1536 
Ser Gly Ser Gin Gin Val Glu Gin Pro Thr Gly Ser Val Leu Trp Met 
500 505 510 

gee cca gag gtg ate cga atg cag gat aac aac cca ttc agt ttc cag 1584 
Ala Pro Glu Val He Arg Met Gin Asp Asn Asn Pro Phe Ser Phe Gin 
515 520 525 

teg gat gtc tac tec tat ggc ate gta ttg tat gaa ctg atg acg ggg 1632 
Ser Asp Val Tyr Ser Tyr Gly He Val Leu Tyr Glu Leu Met Thr Gly 
530 535 540 

gag ctt cct tat tct cac ate aac aac cga gat cag ate ate ttc atg 1680 
Glu Leu Pro Tyr Ser His He Asn Asn Arg Asp Gin He He Phe Met 
545 550 555 560 

9 fc 9 99C cga gga tat gee tec cca gat ctt agt aag eta tat aag aac 1728 
Val Gly Arg Gly Tyr Ala Ser Pro Asp Leu Ser Lys Leu Tyr Lys Asn 
565 570 575 

tgc ccc aaa gca atg aag agg ctg gta get gac tgt gtg aag aaa gta 1776 
Cys Pro Lys Ala Met Lys Arg Leu Val Ala Asp Cys Val Lys Lys Val 
580 585 590 

aag gaa gag agg cct ctt ttt ccc cag ate ctg tct tec att gag ctg 1824 
Lys Glu Glu Arg Pro Leu Phe Pro Gin He Leu Ser Ser He Glu Leu 
595 600 605 
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etc caa cac tct eta ccg aag ate aac 
Leu Gin His Ser Leu Pro Lys lie Asn 
610 615 

ttg cat egg gca gee cac act gag gat 
Leu His Arg Ala Ala His Thr Glu Asp 
625 630 

acg tec ccg agg ctg cct gtc ttc tac 
Thr Ser Pro Arg Leu Pro Val Phe Tyr 
645 

ttc ttc ttc teg ttc tgt ttc acg cct 
Phe Phe Phe Ser Phe Cys Phe Thr Pro 
660 665 



egg age get tec gag cca tec 1872 
Arg Ser Ala Ser Glu Pro Ser 
620 

ate aat get tgc acg ctg ace 1920 
lie Asn Ala Cys Thr Leu Thr 
635 640 

teg ttc ctg ccg ttc ttc ttc 1968 
Ser Phe Leu Pro Phe Phe Phe 
650 655 

agt aca ttc 2004 
Ser Thr Phe 



<210> 7 

<211> 668 

<212> PRT 

<213> Artificial Sequence 



<220> 

<223> Description of Artificial Sequence: fusion protein 



<40i 
Met 


0> 7 
Glu 


His 


He 


Gin 


Gly 


Ala 


Trp 


Lys 


Thr 


He 


Ser 


Asn 


Gly 


Phe 


Gly 


1 








5 










10 










15 




Phe 


Lys 


Asp 


Ala 


Val 


Phe 


Asp Gly Ser 


Ser 


Cys 


He 


Ser 


Pro 


Thr 


He 








20 










25 










30 






Val 


Gin 


Gin 


Phe 


Gly 


Tyr 


Gin Arg Arg 


Ala 


Ser 


Asp 


Asp 


Gly 


Lys 


Leu 






35 










40 










45 








Thr 


Asp 
50 


Pro 


Ser 


Lys 


Thr 


Ser 
55 


Asn 


Thr 


He 


Arg 


Val 
60 


Phe 


Leu 


Pro 


Asn 


Lys 


Gin 


Arg 


Thr 


Val 


Val 


Asn 


Val 


Arg 


Asn 


Gly 


Met 


Ser 


Leu 


His 


Asp 


65 










70 










75 










80 


Cys 


Leu 


Met 


Lys 


Ala 
85 


Leu 


Lys 


Val 


Arg 


Gly 
90 


Leu 


Gin 


Pro 


Glu 


Cys 
95 


Cys 


Ala 


Val 


Phe 


Arg 
100 


Leu 


Leu 


His 


Glu 


His 
105 


Lys 


Gly 


Lys 


Lys 


Ala 
110 


Arg 


Leu 


Asp 


Trp 


Asn 
115 


Thr 


Asp 


Ala 


Ala 


Ser 
120 


Leu 


He 


Gly 


Glu 


Glu 
125 


Leu 


Gin 


Val 


Asp 


Phe 
130 


Leu 


Asp 


His 


Val 


Pro 
135 


Leu 


Thr 


Thr 


His 


Asn 
140 


Phe 


Ala 


Arg 


Lys 


Thr 


Phe 


Leu 


Lys 


Leu 


Ala 


Phe 


Cys 


Asp 


He 


Cys 


Gin 


Lys 


Phe 


Leu 


Leu 


145 










150 










155 










160 


Asn 


Gly 


Phe 


Arg 


Cys 
165 


Gin 


Thr 


Cys 


Gly 


Tyr 
170 


Lys 


Phe 


His 


Glu 


His 
175 


Cys 


Ser 


Thr 


Lys 


Val 
180 


Pro 


Thr 


Met 


Cys 


Val 
185 


Asp 


Trp 


Ser 


Asn 


He 
190 


Arg 


Gin 


Leu 


Leu 


Leu 
195 


Phe 


Pro 


Asn 


Ser 


Thr 
200 


He 


Gly 


Asp 


Ser 


Gly 
205 


Val 


Pro 


Ala 
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Leu Pro Ser Leu Thr Met Arg Arg Met Arg Glu Ser Val Ser Arg Met 

210 215 220 

Pro Val Ser Ser Gin His Arg Tyr Ser Thr Pro His Ala Phe Thr Phe 
225 230 235 240 

Asn Thr Ser Ser Pro Ser Ser Glu Gly Ser Leu Ser Gin Arg Gin Arg 

245 250 255 

Ser Thr Ser Thr Pro Asn Val His Met Val Ser Thr Thr Leu Pro Val 

260 265 270 

Asp Ser Arg Met lie Glu Asp Ala He Arg Ser His Ser Glu Ser Ala 

275 280 285 

Ser Pro Ser Ala Leu Ser Ser Ser Pro Asn Asn Leu Ser Pro Thr Gly 

290 295 300 

Trp Ser Gin Pro Lys Thr Pro Val Pro Ala Gin Arg Glu Arg Ala Pro 
305 310 315 320 

Val Ser Gly Thr Gin Glu Lys Asn Lys He Arg Pro Arg Gly Gin Arg 

325 330 335 

Asp Ser Ser Tyr Tyr Trp Glu He Glu Ala Ser Glu Val Met Leu Ser 

340 345 350 

Thr Arg He Gly Ser Gly Ser Phe Gly Thr Val Tyr Lys Gly Lys Trp 

355 360 365 

His Gly Asp Val Ala Val Lys He Leu Lys Val Val Asp Pro Thr Pro 

370 375 380 

Glu Gin Phe Gin Ala Phe Arg Asn Glu Val Ala Val Leu Arg Lys Thr 
385 390 395 400 

Arg His Val Asn He Leu Leu Phe Met Gly Tyr Met Thr Lys Asp Asn 

405 410 415 

Leu Ala He Val Thr Gin Trp Cys Glu Gly Ser Ser Leu Tyr Lys His 

420 425 430 

Leu His Val Gin Glu Thr Lys Phe Gin Met Phe Gin Leu He Asp He 

435 440 445 

Ala Arg Gin Thr Ala Gin Gly Met Asp Tyr Leu His Ala Lys Asn He 

450 455 460 

He His Arg Asp Met Lys Ser Asn Asn He Phe Leu His Glu Gly Leu 
465 470 475 480 

Thr Val Lys He Gly Asp Phe Gly Leu Ala Thr Val Lys Ser Arg Trp 

485 490 495 

Ser Gly Ser Gin Gin Val Glu Gin Pro Thr Gly Ser Val Leu Trp Met 

500 505 510 

Ala Pro Glu Val He Arg Met Gin Asp Asn Asn Pro Phe Ser Phe Gin 

515 520 525 

Ser Asp Val Tyr Ser Tyr Gly He Val Leu Tyr Glu Leu Met Thr Gly 

530 535 540 

Glu Leu Pro Tyr Ser His He Asn Asn Arg Asp Gin He He Phe Met 
545 550 555 560 

Val Gly Arg Gly Tyr Ala Ser Pro Asp Leu Ser Lys Leu Tyr Lys Asn 

565 570 575 

Cys Pro Lys Ala Met Lys Arg Leu Val Ala Asp Cys Val Lys Lys Val 

580 585 590 

Lys Glu Glu Arg Pro Leu Phe Pro Gin He Leu Ser Ser He Glu Leu 

595 600 605 

Leu Gin His Ser Leu Pro Lys He Asn Arg Ser Ala Ser Glu Pro Ser 

610 615 620 

Leu His Arg Ala Ala His Thr Glu Asp He Asn Ala Cys Thr Leu Thr 
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625 630 635 640 

Thr Ser Pro Arg Leu Pro Val Phe Tyr Ser Phe Leu Pro Phe Phe Phe 

645 650 655 

Phe Phe Phe Ser Phe Cys Phe Thr Pro Ser Thr Phe 
660 665 



